[Analysis of expressed sequence tags (ESTs) in sika deer (Cervus nippon hortulorum) velvet tip tissue].
A total of 906 high quality ESTs were obtained through random sequencing from velvet tip tissue cDNA library of Sika Deer (Cervus nippon hortulorum). Clustering of 906 ESTs resulted in a set of 701 unigenes comprising of 86 contigs and 615 singletons. BLAST analysis revealed that 580 unigenes (82.7% of all 701 unigenes) were matched to the known genes or putative genes in public databases, which could be classified into molecular function, biological process or cellular component according to the Gene Ontology (GO) classifications. Thirty-nine unigenes were identified to be growth and development-related genes. This study provides the data available for NCBI public database of the deer genome.